RNase P is an essential enzyme that processes 5' end leader sequence of pre-tRNA to generate mature tRNA. The bacterial RNase Ps contain a RNA subunit and one protein subunit, where the RNA subunit contains the catalytic activity. The protein subunit which lacks any catalytic activity, relaxes the ionic requirements for holoenzyme reaction and is indispensable for pre-tRNA cleavage in vivo. In the current study, we reconstituted the M. tuberculosis RNase P holoenzyme in vitro. We prepared the RNase P protein through two different strategies that differ in the conditions under which the recombinant M. tuberculosis protein, expressed in E. coli was purified. The mycobacterial RNase P protein which was purified under native conditions subsequent to isolation from inclusion bodies and in vitro renaturation, was capable of cleaving pre-tRNA specifically without the requirement of RNase P RNA. However, the preparation that was purified under denaturing conditions and refolded subsequently lacked any inherent pre-tRNA processing activity and cleaved the substrate only as a component of the holoenzyme with the RNA subunit. We found that the two RNase P protein preparations attained alternative conformations and differed with respect to their stability as well.
Introduction
In a cell, transfer RNA (tRNA) acts as an adaptor between the coding sequence in messenger RNA and amino acid sequence in proteins [1] . The tRNA must be folded to the correct 'Lshaped' tertiary structure in order to participate in protein translation [2] . After transcription, tRNA molecules have extra sequences at 5' and 3' ends, referred to as 5' leader and 3' trailer, respectively. The tRNA along with its extra sequences is denoted as precursor tRNA (pretRNA) [3] . These extra sequences in the pre-tRNA must be removed to form a mature tRNA product that can attain correct conformational shape and take part in the protein synthesis process. This process of removal of extra sequences is referred to as pre-tRNA processing. Several enzymes are involved in this task in vivo [4] . The 3' trailer sequence is processed by enzymes like RNase D, E, F, Z, etc. [5, 6] . The 5' leader sequence is removed by a single endonuclease called RNase P [7] .
RNase P is a ribonucleoprotein complex consisting of a catalytic RNA component and one or more protein subunits, depending on the organism [8, 9] . The RNA component is the catalytic component of the holoenzyme that contains the active site where phosphodiester bond cleavage takes place to generate mature tRNA product from the pre-tRNA molecule [10] . The RNA component alone can process pre-tRNA, without the RNase P protein, under high ionic concentrations in vitro [11] . In vivo, the protein component is indispensable for RNase P activity [12] . The bacterial RNase P holoenzyme is composed of an RNA subunit of 330-420 nucleotides and a protein subunit of around 120 amino acids [13] . The archaeal and eukaryotic RNase P holoenzymes consist of one RNA subunit, but the number of protein subunits varies. While in archaea five protein subunits have been recognized, in eukaryotes nine to ten protein subunits have been reported [14, 15] .
The protein component of RNase P forms a functional complex with the RNA subunit. The protein subunit in RNase P holoenzyme alters the recognition of the pre-tRNA in many ways. This is evident from the fact that the B. subtilis holoenzyme binds pre-tRNA more tightly than tRNA, whereas the RNA component binds product more tightly [16] . Interactions of RNase P RNA with the 21 to 25 nucleotides long leader sequence and the T stem of pre-tRNA are altered in the presence of the protein component [17] , which also lowers the required concentration of magnesium for efficient catalysis [18] . These functional changes in the holoenzyme may be caused by direct contacts between the substrate and the protein and/or by a proteininduced conformational change in the RNA. In E. coli RNase P, it is shown that the protein subunit's binding site on the RNA component is neither close to the active site nor close to the substrate binding site indicating that the binding of protein might induce some conformational changes in RNA that lead to the enhanced activity of holoenzyme compared to RNA alone [19] . In B. subtilis RNase P, although no cross-linking contacts are observed between protein and the mature sequence of pre-tRNA, RNase P protein contacts the single-stranded leader sequence of pre-tRNA [20] . The cross-linking data confirm that the RNase P protein is involved in substrate binding. The protein components of various bacterial RNase Ps have two conserved motifs, namely the RNR motif and Central Cleft, which are respectively involved in protein's interaction with the RNA component and substrate [13, 16] .
Like in other bacteria, M. tuberculosis RNase P is also composed of one RNA and one protein subunit. The RNR motif and central cleft are generally conserved in the mycobacterial enzymes, though it also contains few unique residues in these regions. Earlier, we have functionally characterized the RNase P enzyme of M. tuberculosis [21] . The protein and RNA components of M. tuberculosis RNase P were produced in E. coli in vitro and reconstituted to generate a functionally active enzyme [21] . During our earlier study it was observed that the protein component of M. tuberculosis RNase P, made under certain conditions, was able to process pre-tRNA independently. In this study, the mycobacterial RNase P protein was recombinantly produced in E. coli by two different strategies. One of the two protein preparations manifested pre-tRNA processing activity in the absence of RNA component, which is unusual for a bacterial RNase P. The study demonstrates that the RNase P protein component of M. tuberculosis is capable of attaining a conformation which imparts catalytic activity to the protein.
Materials and Methods
Expression and Purification of M. tuberculosis RNase Protein Component P in E. coli
The gene encoding RNase P protein component is annotated as rnpA in M. tuberculosis genome. The DNA encoding the protein component of mycobacterial RNase P was cloned and expressed in E. coli as described earlier [21] . The E. coli strain BL21 (λDE3) (New England Biolabs, USA) was transformed with the expression vector pVex11 containing the rnpA gene. The culture was grown in superbroth medium containing 0.1 mg/ml ampicillin at 37°C with shaking. The culture was induced with 1 mM IPTG at A600 of 1-1.2. The cells were harvested 2 hours after induction by centrifugation at 4000xg at 4°C for 15 minutes. The recombinant protein was localized in the inclusion bodies.
Two different protocols were subsequently followed to denature, renature and purify the recombinant protein from the inclusion bodies. In the first protocol, which was used in our earlier study [21] , the purified inclusion bodies were dissolved in Buffer A that had 8 M urea in 20 mM Tris-Cl, pH 8. The denatured protein was loaded on a SP-sepharose, cation exchange column equilibrated with Buffer A. Extensive washing of the column was done with 10 column volumes. Elution of the bound protein was done using a gradient 0 to 2 M sodium chloride in Buffer A. The fractions collected were run analyzed by SDS-PAGE and those containing the RNase P protein were pooled.
Step-wise dialysis of the pooled protein was performed in order to gradually remove urea completely and renature the protein. The protein was finally brought in 20 mM Tris-Cl, pH 8. This protein preparation is denoted as ''RNase P-U protein'' in the manuscript.
In the second protocol, the inclusion bodies were dissolved in Buffer B containing 6M guanidine-hydrochloride in 1M Tris-Cl, 0.5 M EDTA, pH 8. The denatured protein was oxidized using 0.9 mM glutathione and kept for renaturation by 100-fold dilution in Buffer C containing 0.1 M Tris-Cl, pH 8, 0.5 M L-arginine and 2 mM EDTA, for 36 hours. The renatured protein was dialyzed against 0.1 M urea in MES buffer, pH 6. The protein was then subjected to cationexchange chromatography on a SP sepharose column. The bound protein was eluted using a gradient of 0 to 2 M sodium chloride in MES buffer, pH 6. The fractions were analyzed by SDS-PAGE and those containing the RNase P protein were pooled. The protein was subjected to size-exclusion chromatography on Superose 12 column in Phosphate buffered saline, pH 7.4. The fractions containing the RNase P protein were collected. This protein preparation is denoted as ''RNase P-G'' in the manuscript.
N-terminal sequencing confirmed the authenticity of the two protein preparations. The concentration of the purified protein was estimated by Bradford's method [22] . SDS-PAGE was performed by Laemmli's method [23] to analyze the purity of proteins.
CD Spectral Analysis of Proteins
Far-UV (250-200 nm) and Near-UV (320-250 nm) CD spectra were measured using a cell of 0.1 cm and 1 cm path-length, respectively in JASCO spectropolarimeter (Model-J815) attached to a peltier temperature controller. The spectra were recorded at a scan rate of 100 nm.min-1. For each spectrum, at least 10 scans were taken. Protein concentration of 12 μM and RNA concentration of 2 μM was used.
Cloning of DNAs Encoding RNA Component of RNase P and Precursor tRNA Alanine of M. tuberculosis
The DNAs encoding RNA component of mycobacterial RNase P and an isoform of alanine tRNA, annotated as AlaU, were cloned in E. coli vectors as described earlier [21] . In vitro transcription was performed, using a modified protocol of Kreig and Melton [24] , to make RNase P RNA component and the pre-tRNA substrate [21] .
Assay for Enzymatic Activity of RNase P
The reaction to assay the pre-tRNA processing contained 50 mM Tris-Cl pH-7.4, 500 mM ammonium acetate, 10 mM magnesium chloride for RNase P-G holoenzyme, and 50 mM Tris-Cl pH-7.4, 100 mM ammonium acetate, 10 mM magnesium chloride for RNase P-U holoenzyme with indicated concentrations of RNase P RNA and/or protein and labeled substrate pre-tRNA ala in 20 μl reaction volume. In case of reactions containing RNase P RNA, it was preincubated at 50°C for 30 minutes, followed by cooling to room temperature, and then the protein component was added. The substrate pre-tRNA ala was added last. The reaction was kept at 37°C for 10 minutes. A 10% acrylamide gel containing 7 M Urea was used to separate the pretRNA substrate and the mature product. The contents of the gel were visualized by autoradiography. The bands on the autoradiogram were quantified densitometrically on an Alpha Imager gel documentation system. The data were processed to obtain relative product formation.
Zymogram Analysis of Proteins
A zymogram analysis was performed as described by Blank et al. [25] to analyze RNase activity in various proteins. Proteins were run on 15% SDS-polyacrylamide gel containing 0.3 mg/ml yeast tRNA under non-reducing conditions. After the electrophoresis, SDS was removed by washing in 25% isopropanol. Gels were incubated at room temperature for 15 minutes and stained for undigested RNA with 0.2% toluidine blue. Appearance of clear zones against a blue background indicates ribonucleolytic activity.
Micrococcal Nuclease and Proteinase K Treatment
A typical reaction mixture to treat RNase P components with micrococcal nuclease (MN) contained 50 mM Tris-HCl buffer, pH 9, 2 mM calcium chloride and 300 U/ml MN as suggested by the manufacturer (Sigma Chemical Company). The reaction was incubated at 37°C for 30 minutes and stopped by addition of 10 mM ethylene glycol tetraacetic acid (EGTA).
The RNase P components were treated with 25 mg/ml Proteinase K (PK) in 50 mM TrisHCl buffer, pH 8 and 1.5 mM calcium chloride at 37°C for 30 minutes.
After the treatment with nuclease or proteinase, the treated components were assayed for pre-tRNA processing activity using standard conditions of 10 mM magnesium chloride, 100 mM ammonium acetate in 50 mM Tris-HCL pH 7.4 for RNase P-G and RNase P-U proteins; and 500 mM magnesium chloride, 500 mM ammonium acetate in 50 mM Tris-HCl pH 7.4 for RNase P RNA alone, at 37°C for 10 minutes.
Statistical Analysis
Mean and Standard Error, shown in the manuscript have been calculated using MS Excel.
Results

Expression of the Components of the RNase P of M. tuberculosis
The DNA encoding RNase P protein component, cloned in expression vector pVex11, was expressed in E. coli BL21 (λDE3) cells. The expressed protein was localized in the inclusion bodies. The protein component of RNase P of M. tuberculosis was further purified from inclusion bodies by two different methods resulting in two protein preparations termed RNase P-U and RNase P-G protein, respectively (Fig 1) . The holoenzymes obtained by reconstitution of two proteins with RNase P RNA are termed as RNase P-U holoenzyme and RNase P-G holoenzyme.
Characterization of Pre-tRNA Cleavage Activity of M. tuberculosis RNase P
The two preparations of the RNase P protein component were analyzed for their effect on the pre-tRNA substrate (Fig 2) . The RNase P-G protein was found to cleave the pre-tRNA by itself in a dose dependent manner, whereas the RNase P-U protein did not cleave pre-tRNA at all (Fig 2) . RNase P-G protein showed complete processing of pre-tRNA beyond 200 nM concentration of the protein (Fig 2) . Comparison of Pre-tRNA Processing Activities of RNase P-G Holoenzyme and RNase P-U Holoenzyme
The activity of the holoenzyme complexes reconstituted separately with RNA component and RNase P-U and RNase P-G protein components was checked on pre-tRNA substrate at various concentrations of ammonium acetate (Fig 3) . Both holoenzymes showed pre-tRNA processing activity with increasing ammonium acetate concentration ( Table 1 ). The activity of RNase P-G protein alone was inhibited with increasing concentration of ammonium acetate and it had negligible activity at 500 mM ammonium acetate (Fig 3, Table 1 ). The RNase P-U protein by itself did not show any pre-tRNA cleavage at any ammonium acetate concentration (Fig 3) . Activity of RNase P-G and RNase P-U holoenzyme complexes at different ammonium acetate concentrations. The pre-tRNA processing activity of RNase P-G and RNase P-U proteins and their holoenzymes was assayed in the presence of different concentrations of ammonium acetate. To reconstitute the RNase P holoenzyme, 50 nM RNase P RNA and 100 nM RNase P protein were used. For protein alone activity, 100 nM protein was used in the assays. The activity of holoenzyme complex reconstituted with RNase P-G protein was calculated by subtracting the protein-alone activity from that of the holoenzyme activity for the respective proteins ( Table 1 ). The RNase P-U holoenzyme showed higher pre-tRNA processing than RNase P-G holoenzyme at all concentrations of ammonium acetate ( Table 1) .
Comparison of Pre-tRNA Processing by RNase P RNA and RNase P-G Protein and Zymogram Analysis of Proteins
One of the reasons for catalytic activity being manifested by RNase P-G protein could be the presence of RNA component of E. coli RNase P which may be co-purifying with the protein.
To investigate the possibility of any contaminating RNA in the RNase P-G protein preparation, different combinations of magnesium and ammonium ions were used to assess the pre-tRNA processing by RNase P RNA and RNase P-G protein ( Fig 4A) . As shown in Fig 4A, RNase P RNA cleaves the pre-tRNA in vitro at high concentrations of magnesium and ammonium ions. On the other hand, RNase P-G protein processed pre-tRNA only at low concentrations of magnesium and ammonium ions, suggesting it to be an activity of the protein (Fig 4A) .
A zymogram analysis of the two protein preparations was done using yeast-tRNA as the substrate to analyze if the RNase P-G protein had a contaminating RNase or the protein itself contained non-specific ribonucleolytic activity. The two RNase P protein preparations and the BSA, taken as negative control did not show any cleavage of yeast tRNA (Fig 4B) . RNase A, used as positive control showed efficient digestion of yeast tRNA at as low as 0.1 μg amount (Fig 4B) .
Treatment of Components of RNase P with Nuclease and Proteinase K
The RNase P components, RNase P-G and RNase P-U proteins, and RNase P RNA were separately treated with micrococcal nuclease to determine if the protein preparation contained any contaminating RNA component of E. coli. After the treatment, micrococcal nuclease was inactivated by addition of EGTA to the reaction as it requires calcium ions for activity. The components were separately treated with proteinase K also to confirm that the activity seen with RNase P-G protein was within the protein. After treatment with nuclease and proteinase, the treated components were used to assay the pre-tRNA processing activity using standard conditions. The activity of RNase P-G protein alone was abolished upon treatment with proteinase K, however it was unaffected after treatment with micrococcal nuclease (Fig 5) . As seen before, RNase P-U protein did not show any activity by itself under any conditions (Fig 5) . The RNase P RNA alone activity was abolished upon treatment with micrococcal nuclease, and remained The % product formed in case of RNase P-G and RNase P-U protein alone, and holoenzymes has been shown. The holoenzyme activity has been calculated by subtracting the % product formed by protein alone from that of the holoenzyme. The holoenzyme activity has been further converted to μM product/mM enzyme/second. The activities shown are *% product formed or **μM product/mM enzyme/second. The enzyme activities are Mean ± SE of three independent values.
doi:10.1371/journal.pone.0153798.t001
unaffected after treatment with proteinase K (Fig 5) . When the holoenzymes, reconstituted with RNA component and RNase P-G and PU proteins were treated with proteinase K, their activities were lost (Fig 5) . However, treatment of holoenzymes with nuclease resulted in the loss activity of that with P-U protein, whereas there was activity in RNase P-G holoenzyme confirming it to be the activity of RNase P-G protein alone (Fig 5) . 
Effect of Temperature on the Activity of RNase P Protein Preparations
In order to assess the stability of the two RNase P proteins, they were pre-incubated at 37°, 45°, 50°and 65°C for 30 minutes and subsequently, reconstituted with RNase P RNA to form holoenzymes. While the RNase P-U holoenzyme retained similar pre-tRNA processing activity even after the protein being exposed to high temperatures (Fig 6A) , RNase P-G holoenzyme lost considerable activity at 65°C compared to that at 37°C (Fig 6B) . This shows that the two protein preparations differ with respect to their stability at higher temperatures. Pre-tRNA processing by components of RNase P upon treatment with micrococcal nuclease and proteinase K. RNase P-G protein, RNase P-U protein and RNase P RNA were treated with either micrococcal nuclease (MN) or proteinase K (PK), followed by activity assay using standard conditions. N, untreated sample; MN, treated with micrococcal nuclease; PK, treated with proteinase K; H-G and H-U refer to holoenzymes reconstituted with RNase P-G and RNase P-U proteins, respectively.
doi:10.1371/journal.pone.0153798.g005
Fig 6. Effect of temperature on the activity of the protein preparations. The two protein preparations, 400 nM each were pre-incubated at indicated temperatures and further used to reconstitute holoenzymes with the 200 nM RNA component. A. RNase P-U holoenzyme. B. RNase P-G holoenzyme. The % product formation in each case was normalized with respect to that at 37°C, which is shown as 100%. Data are plotted as Mean ± SD of three independent observations. doi:10.1371/journal.pone.0153798.g006
CD Spectroscopy of the M. tuberculosis RNase P Protein Preparations
CD spectroscopy of the two protein preparations was done at 25°C and 65°C (Fig 7A) . Both the proteins showed similar structure at 25°C (Fig 7A) . However, when exposed to 65°C, RNase P-G protein lost considerable secondary structure compared to that at 25°C, whereas RNase P-U protein did not lose its secondary structure significantly at 65°C (Fig 7A) . At 65°C, the CD spectra for both the proteins showed noise beyond 205 nm, so scans have been shown for the 205-250 nm region. Further, we checked the loss of structure with increase in temperature by monitoring change in [θ]222 versus temperature within 20°C to 80°C (Fig 7B) . RNase P-G protein lost its secondary structure significantly, whereas RNase P-U protein was not completely denatured even at 80°C (Fig 7B) .
To further establish no RNA contamination in RNase P-G protein preparation, near UV-CD spectra of RNase P RNA, and RNase P-U protein and RNase P-G protein were recorded (Fig 7C) . RNA showed a typical peak at 265 nm, whereas a much higher concentration of the two proteins did not show any peak in the near UV region (Fig 7C) .
Discussion
RNase P has been shown to be essential for survival of M. tuberculosis [26] . The need for new drug targets to counter the evolution of drug-resistance in mycobacterium has emphasized the need for characterization of molecules essential for the survival of M. tuberculosis [27, 28] . The detailed characterization of RNase P enzyme of M. tuberculosis described in the current study has implications in exploring this enzyme as a drug target.
The M. tuberculosis RNase P protein component was over-expressed in E. coli where the protein accumulated in inclusion bodies. The protein was purified from inclusion bodies via two protocols that differed in the denaturing agent used to solubilize inclusion bodies and the conditions under which the protein was purified. While RNase P-G protein was solubilized in guanidine, renatured in vitro and purified under native conditions, the RNase P-U protein was solubilized in urea and purified under denaturing conditions, followed by step-wise dialysis to renature the protein. The RNase P-U protein did not show any pre-tRNA processing activity as expected of bacterial RNase P proteins, and was used in our earlier study [21] . However, it was surprising to note that RNase P-G protein cleaved pre-tRNA at low ammonium acetate concentration without the requirement of RNase P RNA. The pre-tRNA processing activities of RNase P-G and RNase P-U holoenzymes, obtained by reconstitution with RNase P RNA, significantly differed under different ionic conditions. The RNase P-G holoenzyme cleaved pre-tRNA in the presence of ammonium acetate upto 500 mM, while the activity of RNase P-G protein was almost completely inhibited at 500 mM ammonium acetate. RNase P-U holoenzyme cleaved pre-tRNA more efficiently than RNase P-G holoenzyme at all concentrations of ammonium acetate used.
It is well known that all RNase P RNAs process pre-tRNA efficiently at high ionic concentrations in vitro [29] . RNase P-G protein cleaved pre-tRNA only at low concentrations of magnesium and ammonium ions, whereas RNase P RNA cleaved pre-tRNA at higher concentrations of magnesium. The differential pre-tRNA processing behaviors by RNase P RNA and RNase P-G protein counters the possibility of an RNA contamination in the protein preparation acquired from the host during the purification. The possibility of RNA contamination was further ruled out by CD spectral analysis. It is also noteworthy that during size-exclusion chromatography, the RNase P-G protein elutes at the size corresponding to 14 kDa as confirmed by molecular weight markers (data not shown), whereas any contaminating copurifying RNA would have caused RNase P-G protein to elute much earlier owing to bigger mass. Further, the pre-tRNA processing activity of RNase P-G protein was abolished upon its treatment with proteinase K, whereas it was not affected by treatment with micrococcal nuclease confirming that the activity seen is associated with the protein and not due to the presence of any contaminating RNA. To investigate the possibility of any contaminating ribonucleolytic protein in RNase P-G protein preparation, zymogram analysis with yeast tRNA as the substrate was done. Neither RNase P-G protein nor RNase P-U protein cleaved yeast tRNA by themselves or showed any contaminating RNase in the preparation. Moreover, it is evident from the study that the pre-tRNA substrate is cleaved specifically by the P-G protein and not completely digested, as would have been the case with a non-specific ribonuclease contamination. The two protein preparations, as a component of the holoenzyme, differ with respect to their pre-tRNA processing activities at different temperatures, with RNase P-U protein being more thermostable. CD spectroscopy analysis further confirmed that while RNase P-U protein retained much of its secondary structure at 65°C, RNase P-G protein was nearly denatured at 65°C. The CD profiles of the two proteins taken in a temperature range of 20°C to 80°C also showed the loss of structure in RNase P-G protein upon increase in temperature. The loss of structure in case of RNase P-U protein was much less than that of RNase P-G protein. Hence, it is clear that RNase P-U and RNase P-G proteins exist in different conformations which govern their respective properties.
Although catalytic activity has been demonstrated for RNase P RNA of some archaea [30] , it has long been thought that the eukaryotic RNase P RNA is inactive without the protein components [31] . However, the RNase P RNA of lower eukaryote Giardia lamblia and human have been shown to be catalytically active without protein subunits also [32] . Earlier studies with human mitochondria and spinach chloroplasts were suggestive of a type of RNase P that does not contain RNA [33, 34] . Detailed characterization of human mitochondria and plant organelles has led to the discovery of single proteins denoted as PRORP (PROteinaceous RNase P) that function without an RNA component [35] [36] [37] . Various molecular mechanisms, including compartmentalization of intracellular milieu in case of endosymbiosis and genome compaction, have been suggested to be responsible for the evolution of proteinaceous RNase P [38] . Both, the RNA-based and protein-based RNase P facilitate the cleavage at putative phosphodiester bond by bringing metal ions in its vicinity [39, 40] .
M. tuberculosis has a lifestyle of both a host-restricted symbiont and a pathogen [41] . When M. tuberculosis becomes dormant, protein synthesis is shut down. These dormant mycobacteria restart the protein synthesis machinery when activated by external stimuli, that include oxygen and/or heat shock [42] . Hence, the protein synthesis is required for both actively growing mycobacteria and the dormant bacteria that are undergoing reactivation. It is not clear if the observations made in the current study are seen only in vitro and are non-physiological. However, there is a possibility that under specific circumstances an alternative, catalytically competent, conformation of RNase P protein component of M. tuberculosis gives the pathogen a survival advantage. Greater flexibility at the level of protein synthesis would likely be an advantage to the pathogen for adaptation.
It is interesting to note that mycobacterial RNase P protein can attain a conformation capable of cleaving the pre-tRNA specifically. The capabilities of M. tuberculosis RNase P, to work as an RNA-based as well as a protein-based enzyme under different ionic conditions, is a novel functionality that warrants further investigation. CD spectroscopy of RNase P protein components. A. Far-UV CD spectra of the two protein preparations from 205-250 nm at different temperatures. B. CD profile of RNase P-U protein and RNase P-G protein within the temperature range of 20-80°C. C. Near-UV CD spectra of RNase P RNA (2 μM), and RNase P-U protein and RNase P-G protein (12 μM each) within 250-320 nm.
doi:10.1371/journal.pone.0153798.g007
